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Amendments to the Specification: 

Please replace the paragraph at page 26, line 28 through page 27, line 26 with the following 
amended paragraph: 

Other algorithms for determining homology or identity include, for example, in addition to 
a BLAST program (Basic Local Alignment Search Tool at the National Center for Biological 
Information), ALIGN, AMAS (Analysis of Multiply Aligned Sequences), AMPS (Protein 
Multiple Sequence Alignment), ASSET (Aligned Segment Statistical Evaluation Tool), BANDS, 
BESTSCOR, BIOSCAN (Biological Sequence Comparative Analysis Node), BLIMPS (BLocks 
IMProved Searcher), FASTA, Intervals & Points, BMB, CLUSTAL V, CLUSTAL W, 
CONSENSUS, LCONSENSUS, WCONSENSUS, Smith-Waterman algorithm, DARWIN, Las 
Vegas algorithm, FNAT (Forced Nucleotide Alignment Tool), Framealign, Framesearch, 
DYNAMIC, FILTER, FSAP (Fristensky Sequence Analysis Package), GAP (Global Alignment 
Program), GENAL, GIBBS, GenQuest, ISSC (Sensitive Sequence Comparison), LALIGN 
(Local Sequence Alignment), LCP (Local Content Program), MACAW (Multiple Alignment 
Construction & Analysis Workbench), MAP (Multiple Alignment Program), MBLKP, MBLKN, 
PIMA (Pattern-Induced Multi-sequence Alignment), SAGA (Sequence Alignment by Genetic 
Algorithm) and WHAT-IF. Such alignment programs can also be used to screen genome 
databases to identify polynucleotide sequences having substantially identical sequences. A 
number of genome databases are available, for example, a substantial portion of the human 
genome is available as part of the Human Genome Sequencing Project (J. Roach, 
http://w e b e r.u. Washington. e du/ - roach/human_ g e nome_ progr e ss2.html 

weber.u.Washington.edu/-roach/human genome progress2.html) (Gibbs, 1995). At least twenty- 
one other genomes have already been sequenced, including, for example, M. genitalium (Fraser et 
al, 1995), M. jannaschii (Bult et al, 1996), H. influenzae (Fleischmann et al, 1995), E. coli 
(Blattner et al, 1997), and yeast (S. cerevisiae) (Mewes et al, 1997), and D. melanogaster (Adams 
et al, 2000). Significant progress has also been made in sequencing the genomes of model 
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organism, such as mouse, C. elegans, Arabadopsis sp. and D. melanogaster. Several databases 
containing genomic information annotated with some functional information are maintained by 
different organization, and are accessible via the internet, for example, http://wwwtigr.org/tdb; 
http://www.gen e tics.wiso. e du; http://g e nom e- www.stanford. e du/ - ball; http://hiv w e b.lanl.gov; 
http://www.ncbi.nlm.nih.gov; http://www. e bi.ao.uk; http://Past e ur.fr/oth e rfoiology; and 
http://www.genom e .wi.mit. e du www.tigr.org/tdb: www.genetics.wisc.edu; genome- 
www.stanford.edu/-ball; hiv-web.lanl.gov; www.ncbi.nlm.nih.gov; www.ebi.ac.uk; 
Pasteur.fr/other/biology; and www.genome.wi.mit.edu . 
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